ABSTRACT OF THE DISCLOSURE 
Biological-functional activity or binding partner of 
an arbitrary amino acid sequence (or nucleotide sequence) 
is efficiently predicted by giving EIIP index values to 
the total amino acid sequence or nucleotide sequence of a 
natural-type or non-natural -type arbitrary protein, and 
comparing the frequency spectra obtained by subjecting 
the resulting EIIP sequences to DFT . 
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